ABSTRACT We report the complete genome sequence of a baculovirus from the moth Spodoptera eridania, the southern armyworm. The genome sequence is 149,090 bp and exhibits the greatest degree of sequence similarity with genomes from alphabaculoviruses isolated from other moths of the genus Spodoptera.
Repeats Finder (11) . These hrs contained multiple copies of a conserved 72-bp direct repeat.
BLAST queries with the amino acid sequences of translated ORFs indicated that SperNPV-251 was most closely related to the unclassified baculovirus isolate Spodoptera litura nucleopolyhedrovirus-II (SpltNPV-II, GenBank accession number EU780426). A Martinez/Needleman-Wunsch alignment of the SperNPV-251 and SpltNPV-II genomes, carried out with Lasergene MegAlign using default parameters, indicated that they share 94.7% sequence identity, with 767 gaps inserted to optimize the alignment. Alignment of the SperNPV-251 sequence with the genome sequences of Spodoptera exigua nucleopolyhedrovirus-US1 (2) and Spodoptera frugiperda multiple nucleopolyhedrovirus-3AP2 (3) yielded sequence identities of 78.9% (with 2,043 gaps) and 70.2% (with 2,809 gaps), respectively. Pairwise comparisons with Spodoptera litura nucleopolyhedrovirus and Spodoptera littoralis nucleopolyhedrovirus genomes (4, 5) were characterized by lower sequence identities and genomic inversions.
Data availability. The sequence reads generated for this study are available at the NCBI Sequence Read Archive under BioProject number PRJNA505607. The assembled and annotated genome sequence for this baculovirus was deposited in GenBank under the accession number MH320559.
